The bloodmeal size (a) and egg hatching rate (b) were quantified in mosquitoes fed on blood supplemented with PS or water (control, 'C'). In a, the bloodmeal size was quantified by haematin excretion revealed by colorimetric reaction with LiCO 3 . Results are shown as averages of 2 (a) and 3 (b) independent experiments and error bars show data range (a) and standard errors (b). n=8-12 (a) and 50-80 (b) mosquitoes per sample
. Principal Coordinates Analysis of the microbiota composition. The PcoA is based on unweighted (top) and weighted (bottom) Unifrac distances between the samples included in the pyrosequencing analysis (Fig. 1b) . Each coloured sphere represents one sample, its colour and number reflecting its feeding condition and replicate, respectively. Grey spheres are localised where the five main bacterial genera are more prevalent and their size reflects their contribution to the microbiota composition. n=15-25 mosquitoes per sample Supplementary Fig. 3 . qPCR analysis of the samples included in the pyrosequencing experiment. qPCR quantification of midgut bacterial 16S rDNA in sugar-fed mosquitoes, 24h and 72 h after blood-feed supplemented with PS or water and 24h after a second non-treated blood-feed. Data show the average [± SEM] of three independent experiments included in the pyrosequencing analysis shown Fig. 1b Gametocytemia shows the number of gametocytes per 1000 leucocytes. 
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